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Fig. 1 



l.ATG GCT GGA CG.T GCC. ACC CAG AGCCCC. ATG A AG CTG ATG GCC CTG 45 
46: CAG CTG CTG CTG TGG AGT GCA CTC TGG ACA GTG CAG GAA GCC ACC 90: 
91 CCC CTG GGC CCT GCG AGC TCG CTG CCC CAG AGC TTC. CTG CTG- A AG 135. 
136 TGG m GAG GAA GTG AGG A AG ATG GAG GGC GAT GGG- GCA GCG GTC 180 
181 CAG GAG AAG CTG GCA GGG TGG TTG AGC CAA GTC CAT AGC GGG CTT 225: 
226 TTC CTG: TAG CAG GGG GTC: GTG GAG GGC GTG GAA GGG ATC TCC CCC 270 
271 GAG TTG GGT CCC ACC TTG GAC ACA CTG CAG CTG GAG GTC GCC GAC 315 
316 TTT GCC ACC ACC ATC TGG CAG CAG ATG GAA GAA CTG GGA ATG GCC 360 
361 CCT GCC CTG CAG CCC ACC CAG GGT GCC ATG CCG GCC TTC GCC TCT 405 
406 GCT TTC. CAG GGC GGG GCA GGA GGG GTC CTA GTT GCC- TCC CAT CTG 450 
451 CAG AGG. TTC CTG GAG GTG TCG TAG GGC; GTT CTA GGG: CAC CTT GCC 495 



496 CAG CCC TAA TAA. 

stop codon 



(see: SEQ ID NO: 17) 
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Fig. 3 



-30 ... . ...... -16. , 

1 ATG GCT GGA GCT GCC ACC CAG AGC CCC. ATG AAG CTG ATG GCC CTG 45 

-15 .... .... .. -rl +1 ,.. 

46 GAG CTG CTG CTG TGG AGT GCA;,CTC TGG ACA GTG CAG GAA. GCC ACC 90 

' "~ '■ • •■ - ■-■ ■ • ••• •■- - Thr : 

2 ........ 16 ,. . 

91 CCC CTG GGC CCT GCC. AGC TCC CTG CCC. GAG AGC TTC GTG CTC AAG 135 
' Pro- Leu Gly Pro Ala Ser Sef Leu Pro, Glii Ser Phe leu Leu Lys, 

17 31 

136 TGC. TTA GAG CAA GTG AGG AAG ATC CAG GGC GAT GGC GCA GCG CTC 180 
Cys .Leu Glu Gin jzl Aire Lys. T ie Gin. Gly Asp Gly; Ala Ala Leu 

32 . . .... • - -46 

181 CAG GAG AAG CTG TGT GCC ACC TAG AAG CTG TGG. CAC GCC GAG GAG 225 
Gin Glu Lys.Leu Cys Ala Ttr Tyr Lys. Leu C y s His Pro Glu Glu 

47. ... ... ,,,, 61 .. 

226 GTG GTG GTG CTC GGA CAC TCT CTG GGC; ATC CCC TGG GCT GCC CTG 270 
Leu Val Leu hen GLy His. Ser Leu Gly lie Prp Trp Ala Pro Leu 

62 ■ .. .., 76 .. 

271 AGC AGC TGC CCC AGC CAG GCC CTG GAG. CTG GCA GGC TGC TTG AGC 315 
Ser" Ser Cys Pro Ser Gin Ala Leu Gin Leu Ala Giy Cys: Leii Ser- 

77 91, 
316 CAA CTC CAT. AGC GGC CTT TTC CTC TAC CAG GGG CTC CTG CAG GCC .360 
Leu HJs: Ser Gly Leu Phe Leu Tyf .Gln Gly Leu Leu. "Gin Ala 



92 1° 6 - 
361 CTG GAA GGG ATC TCC CCC GAG TTG GGT: CCC ACC TTG GAG: ACA CTG 405 
Leu .Glu Gly Tie Sex Pro Glu Leu Gly Pro Thr Leu Asp Thr Leu 

107 121 
406 CAG CTG GAC GTC GGC: GAG TTT;- GCC ACC , AGC ATC:. TGG CAG CAG ATG 450 
Gin Leu Asp Val Ala' Asp Phe- Ala Thr Thr lie Trp Gin Gin Het 

122 136. 
451 GAA GAA CTG GGA ATG GCC GCT GGC CTG GAG CCC ACC CAG GGT GGC 495 
Glu Glu Leu Gly Met .Ala Pro Ala L.eu Gin Pro Thr Gin Gly Ala; 

137 151 
496 ATG CCG GCG TTC GGC TCT GCT TTC CAG GGC CGG GCA GGA. GGG GTC: 540 
Met. pro Ala! Phe Ala Sex A la Phe Gin Are Axe-Ala Gly Gly Yal 

152 166 
541 CTA GTT GGC TCC CAT. CTG CAG AGC TTC CTG GAG GTG ICG .TAC CGC. 5.85 
Leu ?£l Ala; Ser His Leu Gin Sex Phe : Leu Glu. Ta;l Ser Tyr Are 

167 174 K1R 

586 GTT CTA CGC CAC CTT GCC GAG CGC TftA TfiA. W 
"'" Va 1 Leu Are His Leu. Ala Gin Pro stopeodon 

(see: SEQ ID NQ 18) 
(see: SEQ ID NO: 19) 
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Fig. 4 
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Fig. 5 



1 - , . . 15 

1 ATG ACC CCC CTG GGC CCT GCC AGC TCC CTG GCC CAG AGC TTC CTG 45 
Met Thr Pro leu Gly Pro Ala Ser Ser leu Pro Gin Ser Phe Leu 

16 , . 30 

46 ; CTG AAG TGC TTA. GAG CAA. GTG AGG AAG ATC CAG GGC GAT GGC GCA 90 
leu Lys. Cys Leu Glu Gin Val Are Lys Tie Gin GTy Asp Gly Ala 

31 45 . 

91 GCG CTG GAG GAG AAG CTG TGT "GCC AGG TAG AAG CTG TGC CAC CCG 135 
Ala Leu Gin Glu Lys leu Cys Alu Thr Tyr- lys Leu Gys His Pro 

46 . . ,.„. ... . . 60 

136 GAG GAG GTG GTG CTG CTC GGA CAC TCT CTG GGC ATG CCC: TGG GCT 180 
Glu Glu Leu Val Leu leu GLy His Ser Leu Gly lie Pro Trp ; Ala 

61 . . „. . . .... . 75 . 

181 CCC CTG AGC AGC TGG CCC AGG CAG GCC CTG GAG CTG GGA GGC TGG 225 
Pro Leu Ser Ser Cys Pro Ser Slit Ala leu Gla leu Ala Gly Cys 

76 90 
226 .TTG AGC CAA CTC CAT AGC, GGG CTT TTC CTC TAG CAG GGG CTC CTG 270 
Leu Ser Gin. Leu His Ser Gly leu Phe leu Tyr Gin Gly leu Leu 

91 105 
271 CAG GCC CTG GAA GGG ATG TCQ GCC GAG TTG GGT CCC ACC . TTG GAC ,315 
Gla. A 1 a leu Gl u Gly 1 1 e Ser Pro, Glu leu JGly Pro Thr Leu Asp 

106 120 
316 ACA CTG CAG CTG. GAC.GTC GCC GAC TTT GCC . ACC ACC AiTC TGG CAG 360 
Thr LeU Gla Leu Asp Val Ala Asp Phe Ala Thr Thr lie Trp. Gin. 

121 - 135 

361 CAG ATG GAA GAA GTG GGA ATG GGC CCT GCC CTG CAG GCG ACC GAG 405 
Gln.Het. Glu Glu Leu Gly - Met Ala.Pro Ala: Leu. Gln.Pro Thr Gla 

136 150 
406 GGT GCC ATG GCG, GCG TTC GCC TCT GCT TTC GAG CGC, GGG GCA GGA.. 450 
Gly',Ala;H&t Pro Ala Phe Ala Ser;- Ala Phe Gin Arg Are Ala Gly 

151 165 
451 GGG GTG CTA GTT GCC TCC CAT CTG GAG JiGG'TTC oGTG GAG GTG; TCG 495 
Gly Val Leu Yal Ala Ser His Leu Gin Ser Phe Leu Gltt ?al Ser 

166 175 
496 TAG GGC GTT CTA CGC GAC GTT GCG CAG CCC ; XAAJIAA. 531 
Tyr Are Val Leu Are His; leu Ala; Gin Pro stop codon 

{see: SEQ ID NO: 20) 
(see: SEQ ID NO: 21) 
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Fig. 6 
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% . m . 

(see: SEQ ID NO: 22) 
(see: SEQ ID NO: 23) 



7/13 



WO 01/73081 



PCT/KR01/0Q5il9 _ 

10/0U979 



Fig. 8 
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Fig. 9 

-08 . . 

3 W . 

91 . :TTA- .GGT: CC& £DC" ;AGCTC J .QTG: :^.iAG • TGCV 135: 

(see: SEQ ID NO: 24) 
(see: SEQ ID NO: 25) 
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Fig. 10 
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Fig. 11 



primer 9 primer 14 




tart 



11/13 



----- - ______ 



WO 01/73081 • v;V- 



Fig. 12 



~2Q -14: 

1 AIG TTT..AAG TH.,AA1sMG.AAA TIC ITS-GIG .GGA ITA ACG : iGCA '€CI 45' 
Mef Phe. Lys Ph.e Lys. Lys, Lys Phe. Lea VaI;GIy Leu Ihr Ala..Ala. 

H3 -i n % 

M TIC AIG AGI-.AIC AGC.AIG TIT. ICI/GCA.ACC GCC TCT.:GCA :$€T GG£ 90 
.Phe. Met, Ser Lie Sir. Mec-„Ph&. Ser .Ala. Ihr Ala. Ser -..Ala. Mb. fcly 

.3 :l-7 
91 ecc? C4C CAT Cic C_Lt C&C C&T XtC GkG gg£ AGG ACT' BGG .XTA GGT 135. 
Pro ;Hisj;Hr?5 ;His; JKs Itiff flis; I Le Glu Gl» Ats :Thr -PraiLeU' 



18 ...'32- 

136 CCA GCC AGO TCC CTG CGC CAG iQC TTC CTG CTC AAG TGC TTA 'GAG 1.80 
..'Pro |fa.-SBr. : §fei?> ^u^q^li^-^^\1^ v iieu fteu- <?tu 

(see: SEQ ID NO: 26) 
(see: SEQ ID NO: 27) 
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Fig. 13 
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